MODULAR COHERENCE OF PROTEIN DYNAMICS
IN YEAST CELL POLARITY SYSTEM
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CONSTRUCTION OF A MODULAR NETWORK OF INTERACTIONS
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ASUREMENT OF PCD PROTEIN DYNAMICS IN LIVE YEAST CEL@
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ASUREMENT OF PCD PROTEIN DYNAMICS IN LIVE YEAST CELLS,
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MODELING PROTEIN DYNAMICS
BASED ON A MODULAR NETWORK STRUCTURE
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Mitotic Exit
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MODELING PROTEIN DYNAMICS
BASED ON A MODULAR NETWORK STRUCTURE
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IDATIOKI OF THE MODEL AND THE MODEL’S PREDICTIVE ABILIU
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« t={12.85, 27.27, 20.89, 82.20, 3.86} for the Signaling, Endocytosis,
Transport, Mitotic Exit, and Exocytosis modules
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VALIDATION OF THE MODEL AND THE MODEL'S PREDICHVE
J Correl f d del- §ILATYd d |
orrelation of measured vs. model-predicted residence times and training set analysis.
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Effects of the scaffold protein Pea2 on the dynamics of
its interacting proteins.
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Effects of Pea2 on polarization kinetics and the rate of
polarized growth.

(A) Observation of GFP-Rho1l polarization in WT (black)
and pea2A cells (green) by time-lapse movies (Maovies
S4andS5). The plots show representative time-
dependent changes in the average fluorescence
intensity of GFP-Rho1l in the PCD, normalized against
the average intensity in the whole cell.

(B) Quantification of the rates of Rho1l polarization in
time-lapse movies as described in A. The polarization
rate was defined as the slope at the inflection point of
the sigmoid curve used for fitting. Statistical
representation is the same as described in Fig. 2D.

(C) Example cell images for cell wall growth during
budding in WT and pea2A cells by fluorescent Con A
staining. Regions staining only with Texas Red Con A
but not FITC Con A (red-only zones in merged images)
represent a recent area of cell wall growth. (Scale bar:
2um.) 9

(D) Quantification of cell wall growth during budding in
WT and pea2A cells by fluorescent Con A staining. Plots
show the increase in the area of growth over time.
Averages of measurements from 15 to 25 cells per time
point perstrain are shown. Error bars_T"éfl\ect SEM /






